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FASTA searches a protein or DNA sequence data bank 

version 3.3t05 March 30, 2000 
Please cite: 

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 

/tmp/fastaCAAyBaGwh: 3571 aa 

>gi|40198414|gb|AAR79125.l| Sequence 2 from patent US 6656707 

vs /tmp/f astaDAAzBaGwh library- 
searching /tmp/f astaDAAzBaGwh library 

3571 residues in 1 sequences 

FASTA (3.34 January 2000) function [optimized, BL50 matrix (15: -5)] ktup : 2 

join: 47, opt: 35, gap-pen: -12/ -2, width: 16 

Scan time : 0 . 117 
The best scores are: opt 
SEQ ID NO: 4 

(3571) 25785 

>>SEQ ID NO: 4 

(3571 aa) 

initn: 25785 initl: 25785 opt: 25785 
Smith-Waterman score: 25785; 99.860% identity in 3571 aa overlap (1-3571:1-3571) 

10 20 30 40 50 60 

gi | 4 01 MWPRLAFCCWGLALVSGWATFQQMSPSRNFSFRLFPETAPGAPGSIPAPPAPGDEAAGSR 



SEQ MWPRLAFCCWGLALVSGWATFQQMSPSRNFSFRLFPETAPGAPGSIPAPPAPGDEAAGSR 
10 20 30 40 50 60 

70 80 90 100 110 *120 

gi | 4 01 VERLGQAFRRRV^LLRELSERLELVFLVX>DSSSVGEWFRSELMFVRKLLSDFPWPTAT 



SEQ VERLGQAFRRRVRLLRELSERLELVFLVDDSSSVGEVNFRSELMFVRKLLSDFPWPTAT 
70 80 90 100 110 120 

130 140 150 160 170 180 

gi | 401 RVAI VTFS SKNYWPRVD YI STRRARQHKCALLLQE I PAI S YRGGGTYTKGAFQQAAQI L 



SEQ RVAIVTFSSKNYWPRVDYISTRRARQHKCALLLQEIPAISYRGGGTYTKGAFQQAAQIL 
130 140 150 160 170 180 

190 200 210 220 230 240 

gi | 401 LHARENSTKWFLITDGYSNGGDPRPIAASLRDSGVEIFTFGIWQGNIRELNDMASTPKE 



SEQ LHARENSTKWFLITDGYSNGGDPRPIAASLRDSGVEIFTFGIWQGNIRELNDMASTPKE 
190 200 210 220 230 240 

250 260 270 280 290 300 

gi | 401 EHCYLLHSFEEFEALARRALHEDLPSGSFIQDDMVHCSYLCDEGKDCCDRMGSCKCGTHT 



SEQ EHCYLLHSFEEFEALARRALHEDLPSGSFIQDDMVHCSYLCDEGKDCCDRMGSCKCGTHT 
250 260 270 280 290 300 



310 320 330 340 350 360 

gi | 401 GHFECICEKGYYGKGLQYECTACPSGTYKPEGSPGGISSCIPCPDENHTSPPGSTSPEDC 



SEQ GHFECICEKGYYGKGLQYECTACPSGTYKPEGSPGGISSCIPCPDENHTSPPGSTSPEDC 
310 320 330 340 350 360 

370 380 390 400 410 420 

gi | 401 VCREGYRASGQTCELVHCPALKPPENGYFIQNTCNNHFNAACGVRCHPGFDLVGSSIILC 



SEQ VCREGYRASGQTCELVHCPALKPPENGYFIQNTCNNHFNAACGVRCHPGFDLVGSSIILC 
370 380 390 400 410 420 

430 440 450 460 470 480 

gi | 4 01 LPNGLWSGSESYCRVRTCPHLRQPKHGHISCSTREMLYKTTCLVACDEGYRLEGSDKLTC 



SEQ LPNGLWSGSESYCRVRTCPHLRQPKHGHISCSTREMLYKTTCLVACDEGYRLEGSDKLTC 
430 440 450 460 470 480 

490 500 510 520 530 540 

gi | 4 01 QGNSQWDGPEPRCVERHCSTFQMPKDI I ISPHNCGKQPAKFGTICYVSCRQGFILSGVKE 



SEQ QGNSQWDGPEPRCVERHCSTFQMPKDVIISPHNCGKQPAKFGTICYVSCRQGFILSGVKE 
490 500 510 520 530 540 

550 560 570 580 590 600 

gi | 401 MLRCTTSGKWNVGVQAAVCKDVEAPQINCPKDIEAKTLEQQDSANVTWQIPTAKDNSGEK 



SEQ MLRCTTSGKWNVGVQAAVCKDVEAPQINCPKDIEAKTLEQQDSANVTWQIPTAKDNSGEK 
550 560 570 580 590 600 

610 620 630 640 650 660 

gi | 401 VSVHVHPAFTPPYLFPVGDVAIVYTATDLSGNQASCIFHIKVIDAEPPVIDWCRSPPPVQ 



SEQ VSVHVHPAFTPPYLFPIGDVAIVYTATDLSGNQASCIFHIKVIDAEPPVIDWCRSPPPVQ 
610 620 630 640 650 660 

670 680 690 700 710 720 

gi | 4 01 VSEKVHAASWDEPQFSDNSGAELVITRSHTQGDLFPQGETIVQYTATDPSGNNRTCDIHI 



SEQ VSEKVHAASWDEPQFSDNSGAELVITRSHTQGDLFPQGETIVQYTATDPSGNNRTCDIHI 
670 680 690 700 710 720 

730 740 750 760 770 780 

gi | 401 VIKGSPCEIPFTPVNGDFICTPDNTGVNCTLTCLEGYDFTEGSTDKYYCAYEDGVWKPTY 



SEQ VIKGSPCEIPFTPVNGDFICTPDNTGVNCTLTCLEGYDFTEGSTDKYYCAYEDGVWKPTY 
730 740 750 760 770 780 

790 800 810 820 830 840 

gi | 4 0 1 TTEWPDCAKKRFANHGFKSFEMFYKAARCDDTDLMKKFSEAFETTLGKMVPSFCSDAEDI 



SEQ TTEWPDCAKKRFANHGFKSFEMFYKAARCDDTDLMKKFSEAFETTLGKMVPSFCSDAEDI 
790 800 810 820 830 840 



850 860 870 880 890 900 

gi | 401 DCRLEENLTKKYCLEYNYDYENGFAIGPGGWGAANRLDYSYDDFLDTVQETATSIGNAKS 



SEQ DCRLEENLTKKYCLEYNYDYENGFAIGPGGWGAANRLDYSYDDFLDTVQETATSIGNAKS 
850 860 870 880 890 900 

910 920 930 940 950 960 

gi | 4 01 SRIKRSAPLSDYKIKLIFNITASVPLPDERNDTLEWENQQRLLQTLETITNKLKRTLNKD 



SEQ SRIKRSAPLSDYKIKLIFNITASVPLPDERNDTLEWENQQRLLQTLETITNKLKRTLNKD 
910 920 930 940 950 960 

970 980 990 1000 1010 1020 

gi | 401 PMYSFQLASEILIADSNSLETKKASPFCRPGSVLRGRMCVNCPLGTYYNLEHFTCESCRI 



SEQ PMYSFQLASEILIADSNSLETKKASPFCRPGSVLRGRMCVNCPLGTYYNLEHFTCESCRI 
970 980 990 1000 1010 1020 

1030 1040 1050 1060 1070 1080 

gi | 401 GSYQDEEGQLECKLCPSGMYTEYIHSRNISDCKAQCKQGTYSYSGLETCESCPLGTYQPK 



SEQ GSYQDEEGQLECKLCPSGMYTEYIHSRNISDCKAQCKQGTYSYSGLETCESCPLGTYQPK 
1030 1040 1050 1060 1070 1080 

1090 1100 1110 1120 1130 1140 

gi | 4 01 FGSRSCLSCPENTSTVKRGAVNISACGVPCPEGKFSRSGLMPCHPCPRDYYQPNAGKAFC 



SEQ FGSRSCLSCPENTSTVKRGAVNISACGVPCPEGKFSRSGLMPCHPCPRDYYQPNAGKAFC 
1090 1100 1110 1120 1130 1140 

1150 1160 1170 1180 1190 1200 

gi | 401 LACPFYGTTPFAGSRSITECSSFSSTFSAAEESWPPASLGHIKKRHEISSQVFHECFFN 



SEQ LAC P FYGTTP FAGS RS ITECS S FS STFS AAEES WPPASLGHI KKRHE I S SQVFHECFFN 
1150 1160 1170 1180 1190 1200 

1210 1220 1230 1240 1250 1260 

gi | 4 0 1 PCHNSGTCQQLGRGYVCLCPLGYTGLKCETDIDECSPLPCLNNGVCKDLVGEFICECPSG 



SEQ PCHNSGTCQQLGRGYVCLCPLGYTGLKCETDIDECSPLPCLNNGVCKDLVGEFICECPSG 
1210 1220 1230 1240 1250 1260 

1270 1280 1290 1300 1310 1320 

gi | 401 YTGQRCEENINECSSSPCLNKGICVDGVAGYRCTCVKGFVGLHCETEVNECQSNPCLNNA 



SEQ YTGQRCEEN INECS S SPCLNKG I CVDGVAG YRCTCVKGFVGLHCETE VNECQSNPCLNNA 
1270 1280 1290 1300 1310 1320 

1330 1340 1350 1360 1370 1380 

gi | 4 01 VCEDQVGGFLCKCPPGFLGTRCGKNVDECLSQPCKNGATCKDGANSFRCLCAAGFTGSHC 



SEQ VCEDQVGGFLCKCPPGFLGTRCGKNVDECLSQPCKNGATCKDGANSFRCLCAAGFTGSHC 
1330 1340 1350 1360 1370 1380 



1390 1400 1410 1420 1430 1440 

gi | 4 01 ELNINECQSNPCRNQATCVDELNSYSCKCQPGFSGKRCETEQSTGFNLDFEVSGIYGYVM 



SEQ ELNINECQSNPCRNQATCVDELNSYSCKCQPGFSGQRCETEQSTGFNLDFEVSGIYGYVM 
1390 1400 1410 1420 1430 1440 

1450 1460 1470 1480 1490 1500 

gi | 4 01 LDGMLPSLHALTCTFWMKSSDDMNYGTPISYAVDNGSDNTLLLTDYNGWVLYVNGREKIT 



SEQ LDGMLPSLHALTCTFWMKSSDDMNYGTPISYAVDNGSDNTLLLTDYNGWVLYVNGREKIT 
1450 1460 1470 1480 1490 1500 

1510 1520 1530 1540 1550 1560 

gi | 4 01 NCPSVNDGRWHHIAITWTSANGIWKVYIDGKLSDGGAGLSVGLPIPGGGALVLGQEQDKK 



SEQ NCPSVNDGRWHHIAITWTSANGIWKVYIDGKLSDGGAGLSVGLPIPGGGALVLGQEQDKK 
1510 1520 1530 1540 1550 1560 

1570 1580 1590 1600 1610 1620 

gi | 401 GEGFSPAESFVGSISQLNLWDYVLSPQQVKSLATSCPEELSKGNVLAWPDFLSGIVGKVK 



SEQ GEGFSPAESFVGSISQLNLWDYVLSPQQVKSLATSCPEELSKGNVLAWPDFLSGIVGKVK 
1570 1580 1590 1600 1610 1620 

1630 1640 1650 1660 1670 1680 

gi | 4 01 IDSKSIFCSDCPRLGGSVPHLRTASEDLKPGSKVNLFCDPGFQLVGNPVQYCLNQGQWTQ 



SEQ IDSKSIFCSDCPRLGGSVPHLRTASEDLKPGSKVNLFCDPGFQLVGNPVQYCLNQGQWTQ 
1630 1640 1650 1660 1670 1680 

1690 1700 1710 1720 1730 1740 

gi | 4 01 PLPHCERISCGVPPPLENGFHSADDFYAGSTVTYQCNNGYYLLGDSRMFCTDNGSWNGVS 



SEQ PLPHCERISCGVPPPLENGFHSADDFYAGSTVTYQCNNGYYLLGDSRMFCTDNGSWNGVS 
1690 1700 1710 1720 1730 1740 

1750 1760 1770 1780 1790 1800 

gi | 401 PSCLDVDECAVGSDCSEHASCLNVDGSYICSCVPPYTGDGKNCAEPIKCKAPGNPENGHS 



SEQ PSCLDVDECAVGSDCSEHASCLNVDGSYICSCVPPYTGDGKNCAEPIKCKAPGNPENGHS 
1750 1760 1770 1780 1790 1800 

1810 1820 1830 1840 1850 1860 

gi | 4 01 SGEIYTVGAEVTFSCQEGYQLMGVTKITCLESGEWNHLIPYCKAVSCGKPAIPENGCIEE 



SEQ SGE I YTVGAAVTFS CQEGYQLMGVTKI TCLESGEWNHL I PYCKAVS CGKPAI PENGC I EE 
1810 1820 1830 1840 1850 1860 

1870 1880 1890 1900 1910 1920 

gi | 4 01 LAFTFGS KVTYRCNKGYTLAGDKES S CLANS SWSHS PPVCEPVKCS S PENINNGKYILSG 



SEQ LAFTFGSKVTYRCNKGYTLAGDKESSCLANSSWSHS PPVCEPVKCS S PENINNGKYILSG 
1870 1880 1890 1900 1910 1920 



1930 1940 1950 1960 1970 1980 

gi | 401 LTYLSTASYSCDTGYSLQGPSIIECTASGIWDRAPPACHLVFCGEPPAIKDAVITGNNFT 



SEQ LTYLSTASYSCDTGYSLQGPSIIECTASGIWDRAPPACHLVFCGEPPAIKDAVITGNNFT 
1930 1940 1950 1960 1970 1980 

1990 2000 2010 2020 2030 2040 

gi | 401 FRNTVTYTCKEGYTLAGLDTIECLADGKWSRSDQQCLAVSCDEPPIVDHASPETAHRLFG 



SEQ FRNTVTYTCKEGYTLAGLDTIECLADGKWSRSDQQCLAVSCDEPPIVDHASPETAHRLFG 
1990 2000 2010 2020 2030 2040 

2050 2060 2070 2080 2090 2100 

gi | 401 DIAFYYCSDGYSLADNSQLLCNAQGKWVPPEGQDMPRCIAHFCEKPPSVSYSILESVSKA 



SEQ DIAFYYCSDGYSLADNSQLLCNAQGKWVPPEGQDMPRCIAHFCEKPPSVSYSILESVSKA 
2050 2060 2070 2080 2090 2100 

2110 2120 2130 2140 2150 2160 

gi | 401 KFAAGS WS FKCMEGFVLNTS AKI ECMRGGQWNPS PMS IQCI PVRCGEPPS IMNGYASGS 



SEQ KFAAGS WS FKCMEGFVLNTS AKI ECMRGGQWNPS PMS IQCI PVRCGEPPS IMNGYASGS 
2110 2120 2130 2140 2150 2160 

2170 2180 2190 2200 2210 2220 

gi | 4 0 1 NYSFGAMVAYSCNKGFYIKGEKKSTCEATGQWSSPIPTCHPVSCGEPPKVENGFLEHTTG 



SEQ NYS FGAMVAYS CNKGF Y I KGE KKSTCEATGQWS S P I PTCHPVS CGEPPKVENGFLEHTTG 
2170 2180 2190 2200 2210 2220 

2230 2240 2250 2260 2270 2280 

gi | 4 01 RIFESEVRYQCNPGYKSVGSPVFVCQANRHWHSESPLMCVPLDCGKPPPIQNGFMKGENF 



SEQ RIFESEVRYQCNPGYKSVGSPVFVCQANRHWHSESPLMCVPLDCGKPPPIQNGFMKGENF 
2230 2240 2250 2260 2270 2280 

2290 2300 2310 2320 2330 2340 

gi | 401 EVGSKVQFFCNEGYELVGDSSWTCQKSGKWNKKSNPKCMPAKCPEPPLLENQLVLKELTT 



SEQ EVGSKVQFFCNEGYELVGDSSWTCQKSGKWNKKSNPKCMPAKCPEPPLLENQLVLKELTT 
2290 2300 2310 2320 2330 2340 

2350 2360 2370 2380 2390 2400 

gi | 401 EVGWTFSCKEGHVLQGPSVLKCLPSQQWNDSFPVCKIVLCTPPPLISFGVPIPSSALHF 



SEQ EVGWTFSCKEGHVLQGPSVLKCLPSQQWNDSFPVCKIVLCTPPPLISFGVPIPSSALHF 
2350 2360 2370 2380 2390 2400 

2410 2420 2430 2440 2450 2460 

gi | 401 GSTVKYSCVGGFFLRGNSTTLCQPDGTWSSPLPECVPVECPQPEEIPNGIIDVQGLAYLS 



SEQ GSTVKYSCVGGFFLRGNSTTLCQPDGTWSSPLPECVPVECPQPEEIPNGIIDVQGLAYLS 
2410 2420 2430 2440 2450 2460 



2470 2480 2490 2500 2510 2520 

gi | 401 TALYTCKPGFELVGNTTTLCGENGHWLGGKPTCKAIECLKPKEILNGKFSYTDLHYGQTV 



SEQ TALYTCKPGFELVGNTTTLCGENGHWLGGKPTCKAI ECLKPKE I LNGKFS YTDLHYGQTV 
2470 2480 2490 2500 2510 2520 

2530 2540 2550 2560 2570 2580 

gi | 4 01 TYSCNRGFRLEGPSALTCLETGDWDVDAPSCNAIHCDSPQPIENGFVEGADYSYGAIIIY 



SEQ TYSCNRGFRLEGPSALTCLETGDWDVDAPSCNAIHCDSPQPIENGFVEGADYSYGAIIIY 
2530 2540 2550 2560 2570 2580 

2590 2600 2610 2620 2630 2640 

gi | 401 SCFPGFQVAGHAMQTCEESGWSSSIPTCMPIDCGLPPHIDFGDCTKLKDDQGYFEQEDDM 



SEQ SCFPGFQVAGHAMQTCEESGWSSSIPTCMPIDCGLPPHIDFGDCTKLKDDQGYFEQEDDM 
2590 2600 2610 2620 2630 2640 

2650 2660 2670 2680 2690 2700 

gi | 4 01 MEVPYVTPHPPYHLGAVAKTWENTKES PATHS SNFLYGTMVSYTCNPGYELLGNPVL ICQ 



SEQ MEVPYVTPHPPYHLGAVAKTWENTKES PATHS SNFLYGTMVSYTCNPGYELLGNPVL ICQ 
2650 2660 2670 2680 2690 2700 

2710 2720 2730 2740 2750 2760 

gi | 401 EDGTWNGSAPSCISIECDLPTAPENGFLRFTETSMGSAVQYSCKPGHILVGSDLRLCLEN 



SEQ EDGTWNGSAPSCISIECDLPTAPENGFLRFTETSMGSAVQYSCKPGHILAGSDLRLCLEN 
2710 2720 2730 2740 2750 2760 

2770 2780 2790 2800 2810 2820 

gi | 4 0 1 RKWSGASPRCEAISCKKPNPVMNGSIKGSNYTYLSTLYYECDPGYVLNGTERRTCQDDKN 



SEQ RKWSGASPRCEAISCKKPNPVMNGSIKGSNYTYLSTLYYECDPGYVLNGTERRTCQDDKN 
2770 2780 2790 2800 2810 2820 

2830 2840 2850 2860 2870 2880 

gi | 401 WDEDE P I C I PVDCS S P PVS ANGQVRGDE YTFQKE I E YTCNEGFLLEGARSRVCLANGS WS 



SEQ WDEDEPIC I PVDCSS PPVS ANGQVRGDE YTFQKE I EYTCNEGFLLEGARSRVCLANGSWS 
2830 2840 2850 2860 2870 * 2880 

2890 2900 2910 2920 2930 2940 

gi | 4 01 GATPDCVPVRCATPPQLANGVTEGLDYGFMKEVTFHCHEGYILHGAPKLTCQSDGNWDAE 

SEQ GATPDCVPVRCATPPQLANGVTEGLDYGFMKEVTFHCHEGYILHGAPKLTCQSDGNWDAE 
2890 2900 2910 2920 2930 2940 

2950 2960 2970 2980 2990 3000 

gi | 401 IPLCKPVNCGPPEDLAHGFPNGFSFIHGGHIQYQCFPGYKLHGNSSRRCLSNGSWSGSSP 



SEQ IPLCKPVNCGPPEDLAHGFPNGFSFIHGGHIQYQCFPGYKLHGNSSRRCLSNGSWSGSSP 
2950 2960 2970 2980 2990 3000 



3010 3020 3030 3040 3050 3060 

gi | 401 SCLPCRCSTPVIEYGTVNGTDFDCGKAARIQCFKGFKLLGLSEITCEADGQWSSGFPHCE 



SEQ SCLPCRCSTPVIEYGTVNGTDFDCGKAARIQCFKGFKLLGLSEITCEADGQWSSGFPHCE 
3010 3020 3030 3040 . 3050 3060 

3070 3080 3090 3100 3110 3120 

gi | 401 HTSCGSLPMIPNAFISETSSWKENVITYSCRSGYVIQGSSDLICTEKGVWSQPYPVCEPL 



SEQ HTSCGSLPMIPNAFISETSSWKENVITYSCRSGYVIQGSSDLICTEKGVWSQPYPVCEPL 
3070 3080 3090 3100 3110 3120 

3130 3140 3150 3160 3170 3180 

gi | 4 01 SCGSPPSVANAVATGEAHTYESEVKLRCLEGYTMDTDTDTFTCQKDGRWFPERISCSPKK 



SEQ SCGSPPSVANAVATGEAHTYESEVKLRCLEGYTMDTDTDTFTCQKDGRWFPERISCSPKK 
3130 3140 3150 3160 3170 3180 

3190 3200 3210 3220 3230 3240 

gi | 4 01 CPLPENITHILVHGDDFSVNRQVSVSCAEGYTFEGVNISVCQLDGTWEPPFSDESCSPVS 



SEQ CPLPENITHILVHGDDFSVNRQVSVSCAEGYTFEGVNISVCQLDGTWEPPFSDESCSPVS 
3190 3200 3210 3220 3230 3240 

3250 3260 3270 3280 3290 3300 

gi | 401 CGKPESPEHGFWGSKYTFESTIIYQCEPGYELEGNRERVCQENRQWSGGVAICKETRCE 



SEQ CGKPESPEHGFWGSKYTFESTIIYQCEPGYELEGNRERVCQENRQWSGGVAICKETRCE 
3250 3260 3270 3280 3290 3300 

3310 3320 3330 3340 3350 3360 

gi | 401 TPLEFLNGKADIENRTTGPNWYSCNRGYSLEGPSEAHCTENGTWSHPVPLCKPNPCPVP 



SEQ TPLEFLNGKADIENRTTGPNWYSCNRGYSLEGPSEAHCTENGTWSHPVPLCKPNPCPVP 
3310 3320 3330 3340 3350 3360 

3370 3380 3390 3400 3410 3420 

gi | 401 FVIPENALLSEKEFYVDQNVSIKCREGFLLQGHGIITCNPDETWTQTSAKCEKISCGPPA 



SEQ FVIPENALLSEKEFYVDQNVSIKCREGFLLQGHGIITCNPDETWTQTSAKCEKISCGPPA 
3370 3380 3390 3400 3410 3420 

3430 3440 3450 3460 3470 3480 

gi | 4 01 HVENAI ARGVHYQYGDM ITYSC YSG YMLEGFLRS VCLENGTWTS PP I CRAVCRFPCQNGG 



SEQ HVENAI ARGVHYQYGDM ITYSC YSG YMLEGFLRS VCLENGTWTS PP I CRAVCRFPCQNGG 
3430 3440 3450 3460 3470 3480 

3490 3500 3510 3520 3530 3540 

gi | 4 01 ICQRPNACSCPEGWMGRLCEEPICILPCLNGGRCVAPYQCDCPPGWTGSRCHTAVCQSPC 



SEQ ICQRPNACSCPEGWMGRLCEEPICILPCLNGGRCVAPYQCDCPPGWTGSRCHTAVCQSPC 
3490 3500 3510 3520 3530 3540 



3550 3560 3570 

gi | 4 0 1 LNGGKCVRPNRCHCLSSWTGHNCSRKRRTGF 



SEQ LNGGKCVRPNRCHCLS S WTGHNCSRKRRTGF 
3550 3560 3570 



3571 residues in 1 query sequences 
3571 residues in 1 library sequences 
Scomplib [version 3.3t05 March 30, 2000] 

start: Wed Mar 3 12:05:29 2004 done: Wed Mar 3 12:05:40 2004 
Scan time: 0.117 Display time: 18.567 



Function used was FASTA 



